Table SI. Primer sequences used for circRNA.

Length, )
circRNA Primer Sequence (5'-3") Gene name b £ Best transcript” Position Strand
P
Forward TTGTGCTGTGACGGGTAGAC chr14:35331249-
hsa circ_ 0006137 BAZ1A 145 NM 013448 -
Reverse TAAGCGCGAACGATGGGTAA 35331528
Forward AGGCCCTCTGCTTTTCTTCC chr7:8257934-
hsa circ_0079422 ICA1 120 NM 004968 -
Reverse GGTTCACCGTCAGCCAAGTA 8275635
Forward TGGCGGAATACAGCAAGACA chr7:102665509-
hsa_circ 0007375 FBXL13 116 NM_ 145032 -
Reverse TCTGCAGCAGCTCTTTTGAGT 102669865
Forward GTGGGGACTGCAAAGCAAAG chr22:28249524-
hsa_circ_0005597 PITPNB 232 NM_012399 -
Reverse CTGACCCTACAGGGGACTCA 28256229
Forward AGAGGCGTCCTTAGCAGAGA chr7:140494107-
hsa_circ_0006961 BRAF 179 NM_004333 -
Reverse ATCGGTCTCGTTGCCCAAAT 140508795
Forward TGTGGTGGTGATCTGAGTCTTG chr2:179400458-
hsa_circ_0004305 TTN-AS1 334 NR 038272 +
Reverse GTCACACCAAAAACACCATTGAG 179407088
Forward CCTGCTGCTCCACCTACAAA chr5:56542126-
hsa_circ_0002775 GPBP1 224 NM 022913 +
Reverse TTGGTTAGACGAGGCTGCTG 56545403
Forward TCCTGTCAGCGGGAATTGAC chr6:144772505-
hsa_circ_0009096 UTRN 131 NM_007124 +
Reverse AGAAAGCTATCGAAGCCCCG 144780490
Forward AGAAATGGATGCCGGACCAG chr8:131370262-
hsa_circ_0085616 ASAP1 73 NM_001247996 -
Reverse GTGGGCGAGTTGTAGTCCTC 131374017
Forward ACAGTATGCCTCCCCAGTCT chr12:50821544-
hsa_circ 0026229 LARP4 136 NM_ 052879 +
Reverse ATTGGGAAAGGGAGCCAGTG 50848200
Forward ACCCACTCTGAGGAGAGACC chrd:121675707-
hsa_circ 0005654 PRDM5 126 NM_ 018699 -
Reverse ATCGCAGTGATGGCACTTGA 121732604
Forward CTCTTCTGCCTATGAGCGGG chr3:47079155-
hsa_circ_0004692 SETD2 302 NM_ 014159 -
Reverse CAGCATTAGGGTTGCTGGGA 47108608
Forward ATCCCACAGTTGGCAGACAG chr11:85718584-
hsa_circ_0023936 PICALM 297 NM_007166 -
Reverse TCCATCAGCCCCTCTCTTCA 85742653
Forward GACACTGGTGCAGGTAGCTC chr6:87920168-
hsa_circ_0004383 ZNF292 115 NM 015021 +
Reverse AGTGCACAGTACCGGGTTTT 87928449
Forward ACGAGCCAGTGCATGAAAGA chr2:210993754-
hsa_circ 0002822 C2orf67 333 NM_ 152519 -
Reverse ATGCTTTGCCAGGAGCATCT 211019335
Forward TCTTCCCAGCGCATTCCTTT chr20:54956488-
hsa_circ_0008777 AURKA 91 NM_ 198433 -
Reverse TGGTTGCCTGCAATTGCTTC 54961589
Forward ACCTTTGAGACTGCAAGGCA chr7:94248069-
hsa_circ 0081171 SGCE 151 NM_ 001099401 -
Reverse TCACTGCGCCAAGAAAGTCT 94259153
Forward AGAGGAGGACAGATACCGACA chr8:68007527-
hsa_circ_0084665 CSPP1 132 NM 024790 +
Reverse GGAATGCCAGCCTTGCTTG 68007967
Forward CTGCATTTACTGCTCAACCACA chr6:22020567-
hsa_circ_0075828 LINC00340 89 NR 015410 +
Reverse CCCAGGGATGACTTGGTGAC 22020771
Forward GAGATGGGTGTCGTGAGCTG chr12:2929251-
hsa_circ_0000374 ITFG2 103 NM 018463 +
Reverse AGCTGCCCTGTCAGATGTTC 2930958
Forward AGACGGGACTCGAGTGATGA ChI‘72 1404767 11-
hsa_circ_0006460 BRAF 158 NM_004333 -
Reverse AACTGCTGAGGTGTAGGTGC 140494267


http://www.ncbi.nlm.nih.gov/nuccore/NM_004968
http://www.ncbi.nlm.nih.gov/nuccore/NM_145032
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GTCCTGCCTACCCGCTTATC

TAACCGAATGTTCCCGAGCC

AGGCGCACCAGCTTATTTCT

CTTCCGAGGAATGGAAGCCA

CCCATGTCCATGCCAGACTT

TGAGGACCCTGATCCTGGAG

CTTGGGTGGCACTCGAATCT

GGTCCTGGACAGTGTGGAAG
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CGGGATCAACATCCCACACA
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TGAAATGACCCGGGCTTCAA

GCAGTGGAGGACTCTTTGGA
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GTCGCCTTCTCCTTTCCCAA
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CAAGTTGCACACAGTGGAGC

TCGTGACCGCCATTCTTCAA
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GGGGCAGATATTGGCTTGGT

TTTCTGTACCCTGCCCCAAC

GGGCAGCCTCGGTATAAGTC
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*Bioinformatics result obtained by comparing the head and tail chromosomal positions with known transcripts. circRNA, circular RNA; chr, chromosome; -, negative strand; +,

positive strand.




Table SII. Clinical information of patients with biliary atresia.

No. Sex Surgery date Age at surgery, days
242 Female 2018/6/8 46
243 Female 2018/6/8 44
250 Male 2018/6/15 108
D1916000091 Female 2018/3/30 99
D1916000231 Female 2018/4/20 100
D1916000471 Female 2018/7/25 65
D1916000601 Male 2018/8/3 86
D1916000641 Male 2018/9/11 55
D1916000951 Female 2018/12/26 65
D1916000981 Male 2019/1/9 148
D1916001301 Female 2019/5/17 48
D1916001361 Male 2019/6/19 48
D1916001391 Male 2019/7/3 108
D1916001641 Male 2019/10/9 38
D1916001691 Male 2019/10/30 54
D1916001701 Male 2019/11/4 120
D1916001781 Female 2019/11/15 77
D1916001821 Female 2019/11/27 42
D1916001901 Male 2019/11/29 67
D1916001911 Male 2019/12/17 137
D1916001961 Female 2020/2/17 97
D1916001991 Female 2019/12/27 96
D1916002001 Female 2019/12/31 62
D1916002011 Female 2019/12/31 62
D1916002031 Male 2020/2/6 70
D1916002041 Male 2020/2/6 70
D1916002081 Female 2020/3/23 85
D1916002091 Female 2020/3/24 79
D1916002111 Male 2020/3/20 82
D1916002131 Male 2020/3/9 54
D1916002151 Female 2020/3/6 57
D1916002161 Female 2020/4/13 37
D1916002181 Female 2020/4/10 45
D1916002201 Female 2020/4/14 80
D1916002261 Female 2020/4/22 50
D1916002271 Female 2020/4/27 45
D1916002331 Female 2020/5/14 66
D1916002341 Female 2020/5/14 66
Mean 72.58
SD value 27.31




Table SIII. Clinical information of choledochal cyst patients.

No. Sex Surgery date  Age at surgery, days
D1916000111  pemale 2018/4/2 2323
D1916000141 Female 2018/4/9 604
D1916000171 Male 2018/4/18 98
D1916000181 Female 2018/4/18 1456
D1916000201 Female 2018/4/20 159
D1916000211 Male 2018/4/23 63
D1916000221 Female 2018/4/24 2721
D1916000241 Female 2018/4/25 1306
D1916000251 Female 2018/4/27 3570
D1916000261 Female 2018/3/2 209
D1916000271 Male 2018/5/2 4091
D1916000301  pemale 2018/5/31 2105
D1916000311 Male 2018/5/17 131
D1916000321 Male 2018/5/23 122
D1916000371 Female 2018/5/31 2105
D1916000391 Female 2018/6/4 1329
D1916000401 Male 2018/6/11 1191
D1916000411 Female 2018/6/14 1794
D1916000421 Male 2018/6/15 590
D1916000441  pemale 2018/7/4 1950
D1916000491 Male 2018/8/1 47
D1916000501 Female 2018/8/27 471
D1916000621 Female 2018/9/7 2842
D1916000691 Female 2018/9/29 31
D1916000701 Female 2018/9/30 995
D1916000721 Female 2018/10/10 1458
D1916000731 Female 2018/10/11 1435
D1916000741 Female 2018/10/17 1077
D1916000751 Female 2018/10/18 862
D1916000761 Male 2018/10/22 186
D1916000781 Female 2018/10/31 65
D1916000791 Female 2018/11/1 4337
D1916000801 Female 2018/10/15 1319
D1916000811 Male 2018/11/7 63
D1916000821 Female 2018/11/8 229
D1916000831 Female 2018/11/14 786
D1916000871 Female 2018/11/26 1407
D1916000881 Female 2018/11/28 1852
Mean 1209.70
SD value 1158.49




